competing endogenous RNA network (ceRNA) was considered to perform a critical role in the lncRNA associated regulatory network in AMI. Furthermore, four lncRNAs (RP1-239B22.5, AC135048.13, RP11-4O1.2, RP11-285F7.2) from MI-occurrence and three lncRNAs (RP11-363E7.4, CTA-29F11.1, RP5-894A10.6) from MI-recurrence were identified as potential biomarkers through ceRNA. 4 Hence, it is essential for physicians to deeply analyse the biological functions of ceRNA network in the perioperative period of PCI-AMI.
| MATERIAL S AND ME THODS
In the current study, PAXgene Blood RNA tubes (BD, San Jose, CA, USA) were used to store the peripheral blood samples of patients and all patients satisfied the inclusion and exclusion criteria. RNA integrity was assessed using the RNA Nano 6000 Assay Kit of the Bioanalyzer 2100 system (Agilent Technologies, Santa Clara, CA).
About 3 μg RNA per sample was used as input material for the RNA sample preparations. The products were purified (AMPure XP system) and library quality was assessed on the Agilent Bioanalyzer 2100 system. Then, the libraries were sequenced on an Illumina
Hiseq 2500 platform and 125 bp paired-end reads were generated.
The mapped reads of each sample were assembled by both Scripture Figure 1B) . Then, the co-efficient between model and IRI was around 0.8 and the significance between whole RNAs and IRI at detected points was 0.0099 ( Figure 1C , Table   S1 ); with P < 0.05, 6 of time-point significantly associated models were identified using STEM, including 48, 32, 66, 39, 44 and 54
RNAs respectively ( Figure 1D ).
About 18 997 lncRNA-mRNA pairs and 105 188 RNA expression associated pairs were combined to select the overlapped lncRNAmRNA pairs; 42 pairs were selected to construct the lncRNA-mRNA regulatory network (Figure 2A ). According to miRcode and starBase databases, the lncRNA-miRNA and miRNA-mRNA regulatory networks were combined to construct the ceRNA regulatory network ( Figure 2B ). Furthermore, functional enrichment analyses of mRNA involved in ceRNA network were deeply analysed. Only SH2D3C and GTF2H4 were found to significantly (P < 0.05) enrich in GO_BP:
GO:0033554 ~ cellular response to stress ( Figure 2C ). The module contained 16 nodes: two lncRNAs, two mRNAs, 12 miRNAs, and formed 22 edges: two lncRNA-mRNA pairs, six lncRNA-miRNA pairs and 14 miRNA-mRNA pairs. The peak was found at 12 hours after PCI ( Figure 2D ). Especially, both SH2D3C and RP11-203J24.9
presented negative correlations with IRI and could be targeted by hsa-miR-15a and hsa-miR-214; GTF2H4 and LINC00243 pre- The results showed that the viability of cardiac microvascular endothelial cells was significantly reduced in the process of hypoxia/ reoxygenation injury and in the presence of si-SH2D3C and si-GTF2H4 ( Figure 2E-G) .
| CON CLUS ION
Our results identified that lncRNA-mRNA ceRNA network, as- 
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